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Figure S1. Heatmap illustrating the relative abundance of genera in reactors inoculated with sludge
from co-digestion plant (CO) or from an anaerobic digestion process fed mixed sludge (WW), and fed
food waste (F) or sewage sludge (S). Genera discussed in the text are shown in red. Days of operation
at point of sampling are given on the x-axis.
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Figure S2. Relative abundance of microbial families (based on total bacterial and archaeal sequences)
in reactors inoculated with sludge from co-digestion plant (CO) or from an anaerobic digestion
process fed mixed sludge (WW), and fed food waste (F) or sewage sludge (S). Days of operation at
point of sampling are given on the x-axis.
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Figure S3. Microbial richness and evenness indices in the digesters inoculated with sludge from co-
digestion plant (CO) or from an AD process fed mixed sludge (WW) and fed food waste (F) or sewage
sludge (S). Day number in the study period is given on the x-axis.



